Background: Although the nucleolus involves two major functions: pre-rRNA processing and ribosome biogenesis/ assembly, increasing evidence indicates that it also plays important roles in response to abiotic stress. However, the possible regulatory mechanisms underlying the nucleolar proteins responsive to abiotic stress are largely unknown. High salinity is one of the major abiotic stresses, which hinders plant growth and productivity. Here, genetic screening approach was used to identify a salt hypersensitive mutant 9 (sahy9) mutant, also known as apum23, in Arabidopsis thaliana. Functional characterization of SAHY9/APUM23 through analyses of gene/protein expression profiles and metabolites was performed to decipher the possible regulatory mechanisms of the nucleolar protein SAHY9/APUM23 in response to salt stress. Results: Seedlings of the sahy9/apum23 mutant displayed postgermination developmental arrest and then became bleached after prolonged culture under various salt stresses. Transcriptomic and proteomic analyses of salt-treated sahy9/apum23 and wild-type seedlings revealed differential expression of genes/proteins that have similar functional categories of biological processes, primarily those involved in cellular and metabolic processes as well as abiotic and biotic stress responses. However, the consistency of differential gene expression at both the transcript and protein levels was low (~12%), which suggests the involvement of posttranscriptional processing during the salt response. Furthermore, the altered expression of genes and proteins mediated by SAHY9/APUM23 regarding salt sensitivity involves abscisic acid (ABA) biosynthesis and signaling, abiotic stress responses, and ribosome biogenesis-related genes. Importantly, NCED3, ABI2, PP2CA, and major ABA-responsive marker genes, such as RD20 and RD29B, were down-regulated at both the transcript and protein levels in conjunction with lower contents of ABA and changes in the expression of a subset of LEA proteins in sahy9/apum23 mutants under salt stress. Moreover, the salt hypersensitivity of the sahy9/apum23 mutant was largely rescued by the exogenous application of ABA during salt stress.
Background
Salt stress is a major environmental factor, which limits plant growth, development, and productivity. In plants, high salinity generates both ionic toxicity and osmotic stress, which impairs new shoot growth and enhances the senescence of mature leaves, respectively [1] . Plants are sessile organisms that frequently suffer from deleterious environmental stimuli. To cope with abiotic stress, plants can reprogram their gene expression profile, change their signaling pathways, and adjust their metabolic pathways to better suit these adverse conditions. Plants have evolved sophisticated strategies to tolerate high salinity stress, such as increasing osmotic stress tolerance, excluding Na + from leaf blades, and tolerating ion accumulation in tissues [2] [3] [4] . Numerous gene functions in salt stress responses and tolerance are induced through complex signal transduction pathways. These pathways include the salt overly sensitive (SOS)-mediated pathway [1, 5, 6] , abscisic acid (ABA) biosynthesis and signaling [7] , secondary signals (such as reactive oxygen species [ROS] and Ca 2+ ) [8] [9] [10] , the production of osmotic solutes such as proline [11] , and small compatible molecules such as Late Embryogenesis Abundant (LEA) proteins [12] . Although great progress has been made in understanding the salt stress response in plants, the detailed regulatory mechanisms largely remain uncharacterized.
Gene expression is regulated at both the transcriptional and posttranscriptional levels, and these levels of regulation are essential for plant growth, development and stress responses [13, 14] . The posttranscriptional regulation of gene expression includes RNA processing, intron splicing, RNA transport and decay, and translation; in general, these processes are collectively referred to as RNA metabolism [14] . RNA-binding proteins (RBPs) are important factors involved in RNA metabolism. Studies of protein structures and functional characterization indicate that diverse organisms exhibit a number of conserved motifs and domains in RBPs, including an RNArecognition motif (RRM), a zinc finger motif, a K homology (KH) domain, a glycine-rich region, an arginine-rich region, arginine/aspartic acid (RD) repeats, and serine/arginine (SR) repeats [15, 16] . Several nuclear-encoded chloroplastand mitochondria-targeted RBPs are involved in RNA metabolism in organelles [17] [18] [19] .
In addition to the aforementioned RBPs, Pumilio proteins are a class of RBP proteins that contain Puf domains, which are conserved across eukaryotes [20] . Puf domains contain multiple tandem repeats, and each repeat is composed of 35-39 amino acids that recognize one RNA base. Pumilio proteins are unique proteins that mostly direct binding to the 3′-untranslated region (UTR) [21] . Pumilio proteins have multifunctional roles, which include involvement in cytoplasmic deadenylation, translational repression, germline stem cell identity maintenance, mitochondria motility and biogenesis, translation initiation, rRNA processing and ribosome biogenesis [20, 22] . There are 25 members of Arabidopsis Pumilio (APUM) proteins identified to date. The expression of these APUM genes is tissue-specific and differential. Subcellular localization indicates that these proteins reside in distinct subcellular compartments, including the chloroplast, cytoplasm, and nucleolus, which indicates organelle-specific functions of APUMs [20] .
APUM23, a nucleolar protein involved in pre-rRNA processing and regulation of ribosomal gene expression, is constitutively expressed in Arabidopsis, particularly in metabolically active and cell-division tissues. Mutation of Arabidopsis APUM23 results in slow growth, pointed leaves, and defects in venation patterns and leaf structure [23] . The nucleolus is the prominent substructure of the nucleus and functions in rRNA production and ribosome biogenesis/assembly. Moreover, the nucleolus may have multiple functions that are conserved across organisms. For instance, the nucleolus regulates the cell cycle, stress responses, telomerase activity, and aging [24] [25] [26] . Compelling evidence suggests that the nucleolus plays a critical role in sensing and responding to stresses. In mammals, diverse stresses can alter the nucleolar structure and protein composition [25] . However, little is known about the involvement of the nucleolus and nucleolar regulatory mechanisms in response to salt stress in higher plants.
To better understand the components involved in the salt-stress response and the affected pathways, we genetically isolated several salt hypersensitive (sahy) mutants; of which, sahy9 was identified as a new allele of the apum23 mutant. Although APUM23 is involved in pre-rRNA processing and ribosome biogenesis [23] , the regulatory mechanisms of this protein in response to salt stress remain elusive. In this study, genome-wide analyses of gene expression profiles at both the transcriptomic and proteomic levels revealed that mutation of SAHY9/APUM23 altered the expression of both gene transcripts and proteins that had similar functional classifications based on Gene Ontology (GO) annotation for biological processes. Nevertheless, the consistency of gene expression at both the transcript and protein levels in sahy9/apum23 mutants is low under salt stress. These results suggest that posttranscriptional regulation is involved in the SAHY9/ APUM23-mediated salt response. The sahy9/apum23 mutants contained lower ABA contents than did the wild type, and the salt hypersensitivity of the mutants under salt stress was largely recovered by exogenous ABA application. Thus, the present study provided molecular, protein, and metabolic data indicating that the nucleolar protein SAHY9/APUM23 regulates salt sensitivity through a mechanism involving the ABA signaling pathway and the downstream stress-responsive or tolerance genes of this pathway.
Results

Salt hypersensitive mutant 9 (sahy9) is a new allele of apum23
To identify novel components involved in the salt stress response or signaling, a genetic approach was used to screen transfer-DNA (T-DNA) insertion seed pools [27] on agar plates supplemented with 150 mM NaCl; at this concentration, wild-type seeds can grow, but salt-hypersensitive seeds display postgermination developmental arrest and yield bleached seedlings at subsequent growth stages. Ten salt hypersensitive mutants, referred to as sahys, were isolated. Of which, the sahy9 mutant exhibited striking phenotypes consisting of a small plant size, short roots, and serrated and scrunched leaves (Fig. 1a and Additional file 1: Figure S1b ). Amplification of T-DNA-inserted flanking sequences indicated that the sahy9 mutant had a T-DNA insertion site at the 8th exon of APUM23 (Additional file 1: Figure S1a ), denoted sahy9/apum23 hereafter. To further confirm whether the sahy9/ apum23 mutant phenotype was due to mutation of the APUM23 gene, we requested another allelic mutant line, SALK_052992, also known as apum23-2 [23] , from the Arabidopsis Biological Resource Center (ABRC, OH). Both sahy9/apum23 and apum23-2 mutant plants had similar phenotypes consisting of a small plant stature and altered leaves when grown on agar plates or in soil (Fig. 1a and Additional file 1: Figure S1b ). Furthermore, an RT-PCR assay revealed no detectable APUM23 transcript in both mutant lines, reflecting that they were knockout mutants (Additional file 1: Figure S1c ). These results suggest that the sahy9 mutant phenotypes are due to defects in the APUM23 gene. Fig. 1 The sahy9/apum23 mutants show salt hypersensitivity. a-b Phenotypic comparison of plants under normal and salt stress conditions. Seedlings were grown for 10 days on basal medium without (a) or with 150 mM NaCl (b). The values indicate the means ± SD of three independent experiments, each with 100-150 seeds. **, P < 0.01, Student's t-test. Scale = 1 cm. c Salt sensitivity. Plants were grown for 30 days on medium supplemented with 150 mM NaCl. The values indicate the means ± SD of three independent experiments, each with 100-150 seeds. **, P < 0.01, Student's t-test. Scale = 1 cm. d-e: Comparison of root tips. The seedlings were grown on basal medium for eight or 9 days, and then transferred to medium supplemented with or without 150 mM NaCl for one (d) or two (e) days. The images were taken using a confocal microscope (e, right panel)
Mutation of SAHY9/APUM23 alters sensitivity to various salts
Seedlings of sahy9/apum23 and apum23-2 were smaller and had shorter roots than wild-type seedlings when grown for 10 days on agar plates composed of halfstrength MS medium supplemented with 1% sucrose (referred to as basal medium) (Fig. 1a) ; however, these mutants showed postgermination developmental arrest when they grew directly for 10 days on basal medium supplemented with 150 mM NaCl (Fig. 1b) . After culture for 30 days on agar plates containing salt, the majority of the mutant seedlings became bleached (died), but the wild-type seedlings largely exhibited steady growth (Fig. 1c) . Transferring eight-or nine-dayold mutant seedlings to medium containing salt for one or 2 days resulted in the root tips of mutant plants to appear swollen (Fig. 1d, e) , which is associated with irregular cell shapes in the epidermal and cortex cell layers, as observed using a confocal microscope (Fig. 1e , right panel). To further examine whether the salt hypersensitivity observed in sahy9/apum23 and apum23-2 mutants was specific to NaCl, we grew these mutant seedlings under various salt stress conditions. The results indicated that the sahy9/apum23 and apum23-2 seedlings were also sensitive to KCl (150 mM), NaNO 3 (150 mM), and LiCl (15 mM), because the mutants showed postgermination developmental arrest at day 10 ( Fig. 2a-c ) and more bleached cotyledons at subsequent stages ( Fig. 2d-f ) compared with wild-type plants. However, developmental arrest and bleached cotyledons were not observed in the sahy9/apum23 mutants grown on 4% or 6% mannitol-containing media (Additional file 2: Figure S2 ). Nevertheless, a substantial proportion of the mutant seedlings showed a small plant size and no true leaf development, reflecting that osmotic stress may affect the growth and development of the sahy9/apum23 mutants. Collectively, these data suggest that the sahy9/ apum23 mutants are sensitive to various salt or ion and osmotic stresses.
Transcriptomic analysis reveals differential expression of genes involved in ABA and stress responses in sahy9/ apum23 mutants under salt stress
To better understand the SAHY9-mediated gene expression profiles under salt stress conditions, ten-day-old wild-type and sahy9/apum23 seedlings grown on basal medium agar plates were transferred to agar plates containing 150 mM NaCl for 1 day. The salt-treated seedlings were then harvested and subjected to an Agilent Arabidopsis microarray (Agilent Technology, USA) analysis. After normalization to the wild-type levels, approximately 607 genes (319 upand 288 down-regulated) were differentially expressed, with a signal fold change ≥3. The analysis of biological processes according to The Arabidopsis Information Resource (TAIR) GO annotations (http://www.arabidopsis.org/tools/index.jsp) indicated that these differentially expressed genes were primarily involved in four functional categorizations: cellular and metabolic processes as well as abiotic and biotic stress responses (Fig. 3a) . The genes in these four functional groups constituted approximately 63.3% of the total number of differentially expressed genes, and stress-responsive genes constituted approximately one-fourth (25.1% = 13.3% + 11.8%) of the total number of differentially expressed genes. To gain insight into the GO categories of the differentially expressed genes, a GO enrichment analysis was performed using agriGO (http://systemsbiolo gy.cau.edu.cn/agriGOv2/) [28] . Among the up-regulated genes, the sole GO category was lipid localization [GO:0010876 (2.57e-07)] with input (2.26%) vs. background (0.06%). The major GO category of these differentially expressed genes was response to stimulus, which includes several subcategories, such as response to hormone stimulus and abiotic stress (Fig. 3b ). Among these differentially expressed genes, at least 57 were involved in ABA and abiotic stress responses (Table 1) , particularly in the salt stress response. For instance, the expression of NCED3, a key gene involved in ABA biosynthesis, was decreased 4.4-fold in sahy9/apum23 compared with the wild type. Similarly, the expression of several protein phosphatase genes that participate in the ABA signaling pathway, such as ABI2, PP2CA, HAI2, and HAI1, was also down-regulated in sahy9/apum23. Several stress response marker genes, such as RD29A, COR15A, RD29B, and RD20, were also downregulated, particularly during salt stress. The expression of 12 genes was verified by quantitative real-time PCR (qRT-PCR) and the results largely showed consistent expression patterns (Fig. 4) . Under osmotic stress such as salt stress, plants in deleterious environments can induce the expression of LEA proteins. In this study, LEA genes were over-represented in the GO category of postembryonic development (Fig. 3b) . In sahy9/apum23 mutants, LEA genes, such as ABR (AT3G02480), EM1/ LEA1 (AT3G51810), LEA4-5 (AT5G06760), AT2G03850, COR15A, and AT2G18340, were down-regulated in sahy9/ apum23 compared with the wild type ( Fig. 4 and Table 1 ). This finding further supports the salt hypersensitivity of sahy9/apum23. Although the proline biosynthesis gene P5CS1 (AT2G39800) was down-regulated in sahy9/ apum23 under salt stress, the proline contents were not decreased in the mutants compared with the wild type (Additional file 3: Figure S3a ). The net product of proline is likely determined by the balance between biosynthesis and catabolism. In addition, no reduction in the P5CS1 protein was observed in our proteomic analysis (see the isobaric tags for relative and absolute quantitation [iTRAQ] data below). Moreover, the expression of two major ABA-independent transcription factors, DREB2A and DREB2B, showed no significant change in sahy9/ apum23 compared with the wild type (Additional file 3: Figure S3b ). These data suggest that the mutation of SAHY9/APUM23 altered the ABA signaling pathway and the expression of the downstream stress-responsive genes of this pathway.
Mutation of SAHY9/APUM23 alters the expression of genes involved in ribosome biogenesis and ribosome abundance under high salinity conditions APUM23 is involved in pre-rRNA processing and regulates the expression of ribosomal protein (RP) and ribosome biogenesis factor (RBF) genes under soil-grown conditions [23] . However, the response of the APUM23-mediated expression of RP and RBF genes to salt stress remains unknown. In this study, microarray datasets indicated that at least 20 genes involved in ribosome biogenesis were differentially expressed in sahy9/apum23 compared with the wild type under salt stress (Table 2) , and 17 of these differentially expressed genes were upregulated. APUMs belong to a gene family composed of 25 members. The level of APUM23 transcript in the sahy9/apum23 mutant was 7.7-fold lower than that of the wild type, confirming a defect of the APUM23 transcript in this mutant. Mutation of APUM23 resulted in induced expression of other homologous members, such as APUM7, APUM8, and APUM12, suggesting possible genetic redundancy in this gene family. Interestingly, the expression of RBL19B was up-regulated in apum23 mutant plants grown in soil [23] , whereas its expression was found to be highly suppressed under salt stress conditions in this study. These results suggest that RP or RBF expression patterns can change under different growth conditions. The expression of six up-regulated genes was verified by qRT-PCR and the results were largely consistent (Additional file 4: Figure S4 ). In addition, the expression of the verified genes was also upregulated under normal growth conditions and exhibited a certain degree of difference from the salt treatment, as found for APUM8 and NUC-L2. Furthermore, ribosome profile assays revealed that 40S ribosome abundance decreased, but 80S ribosome levels increased in sahy9/ apum23 under both normal and stress conditions (Fig. 5) . These results support the important role of SAHY9/ APUM23 in ribosome biogenesis/assembly.
Changes in the protein expression profile of the sahy9/ apum23 mutant Because ribosomes participate in protein translation, alteration in ribosome biogenesis and abundance might affect the function of ribosomes in protein translation. Thus, we expected proteomic changes in the sahy9/ apum23 mutant. To examine the protein expression profile of the sahy9/apum23 mutant, an iTRAQ analysis was performed to compare the global protein expression profile of 11-day-old sahy9/apum23 mutants and wildtype plants grown on basal medium with or without salt treatment for 1 day. Proteins that were detected in at least two biological replicates of each genotype were selected for expression. Accordingly, 10,550 and 8830 proteins were expressed in sahy9/apum23 under normal and salt stress conditions, respectively. Proteins with differential expression in sahy9/apum23 was defined by proteins normalized to those of the wild type and having a fold change greater than 1.54 or less than 0.67 (P < 0.05, Z test). Based on these criteria, the sahy9/apum23 mutant had 528 (294 up-regulated and 234 downregulated) and 534 (298 up-regulated and 236 downregulated) differentially expressed proteins under normal and salt stress conditions, respectively (Fig. 6a ). Of these proteins, approximately 314 (171 up-regulated and 143 down-regulated) proteins were differentially expressed exclusively under salt stress conditions, and approximately 220 overlapping proteins were expressed under both normal and salt stress conditions. This finding suggests that the expression of approximately 58.8% (314/ 534) of these proteins was specifically altered in the sahy9/apum23 mutant seedlings under salt stress conditions. A comparison of the transcriptome and proteome a b Fig. 3 Functional categorization of differentially expressed genes by annotation for GO biological processes. a Genes showing altered expression patterns were identified through microarray analysis, and their functions were classified by an analysis of GO biological processes in TAIR. b GO enrichment analysis of the differentially expressed genes using agriGO, P value < 0.005 The fold change in sahy9/apum23 was normalized against the wild type. The genes in bold font were verified by qRT-PCR and are listed in Fig. 4 . The raw data are available at the GEO database under Accession No. GSE99664 Fig. 4 Validation of genes involved in ABA and salt stress responses. The genes used for quantitative real-time PCR (qRT-PCR) were derived from Table 1 indicated that 68 genes showed differential expression at both the transcriptional and protein levels in sahy9/apum23 mutants under salt stress ( Fig. 6b and Additional file 5: Table S1 ). These genes are largely involved in ribosome biogenesis, ABA and stress responses, carbohydrate metabolism, and lipid metabolism and transport. This low consistency of gene expression (~12%) at both the transcript and protein levels suggests an important role of posttranscriptional regulation in SAHY9/APUM23-mediated gene expression in response to salt stress.
The functional classification of these differentially expressed proteins through TAIR GO annotations revealed that these proteins were mostly involved in cellular and metabolic processes and stress response (abiotic and biotic) stimuli, as these proteins constituted 65.5% and 67.0% of all differentially expressed proteins under normal and salt stress conditions, respectively (Fig. 7a, b) . To further evaluate the differentially expressed proteins, a GO enrichment analysis was performed. The results indicated that the enriched GO terms belonged to four main GO categories: response to stimulus, cellular component biogenesis, secondary metabolism, and post-embryonic development. These four categories and their prominent corresponding subcategories (or GO terms) are shown in Fig. 7c and d . In general, the enriched GO terms identified for sahy9/apum23 were similar between normal (Fig. 7c ) and salt stress (Fig. 7d) conditions, but they differed somewhat in the input percentage.
Differential expression of proteins involved in ribosome biogenesis in sahy9/apum23 mutants under normal and salt stress conditions As mentioned above, one of the four major GO categories was cellular component biogenesis, which included the enriched GO terms "ribosome biogenesis" and "rRNA processing". Among these differentially expressed proteins, approximately 45 participated in ribosome biogenesis under normal and/or salt stress conditions. Of which, 23 proteins (23/45, 51%) were differentially regulated under both normal and salt stress conditions (Table 3 ). In contrast, 22 proteins (22/45, 49%) were differentially expressed under either normal or salt stress conditions but not both. This suggests that approximately 50% of differentially expressed proteins involved in ribosome biogenesis can show changes in expression when the sahy9/apum23 mutant seedlings are shifted from normal growth conditions to high saline conditions for 1 day. Interestingly, the comparison of gene expression profiles (Tables 2 and 3) indicated that the The fold change in sahy9/apum23 was normalized against the wild type. The genes in bold font were verified by qRT-PCR and are shown in Additional file 4: Figure S4 . The raw data are available at the GEO database under Accession No. GSE99664 The GO enrichment analysis identified response to stimulus as a major enriched GO term, which included the subcategories: response to ABA and abiotic stress stimuli (Fig. 7c, d ). At least 45 proteins involved in the ABA and stress responses were differentially expressed in the sahy9/apum23 mutants compared with wild-type plants grown under normal or salt stress conditions (Table 4) . Of which, 20 proteins were significantly up-or down-regulated under both normal and salt stress conditions. These proteins have diverse functions, including in vacuolar storage (cruciferins), in lipid transfer and seed oil body biosynthesis (EARLI1 and OBAP1A), in the defense response (PR4), as a transcription factor (WRKY57), in ion or metal transport (TIP1;1; IRT1), in carbohydrate metabolism (BGLU21, BGLU22, and AMY1), and as a kinase (MPK11). However, 25 of the 45 proteins that show response to ABA and/or osmotic stress, particularly salt stress, were exclusively observed in sahy9/apum23 under salt stress conditions. These 25 proteins included the key ABA biosynthesis protein NCED3, protein phosphatases such as ABI1, ABI2, and PP2CA involved in the ABA signaling pathway, and marker genes of ABA signaling, such as KIN2, RD20, and NHL6. Although KIN1 and RD29B were up-regulated in sahy9/apum23 grown under normal conditions, the expression of these proteins was downregulated in these plants under high salinity conditions compared with the wild type. This finding supports the salt hypersensitivity of the sahy9/apum23 mutant seedlings under salt stress conditions. Furthermore, the ABA contents in sahy9/apum23 and apum23-2 were significantly lower than those in the wild type under salt stress (Fig. 8a) ; these results are in accordance with the lower expression levels of NCED3 and the downstream ABA-responsive marker proteins. These data support the involvement of the ABA biosynthesis and signaling pathways in the salt hypersensitivity of the sahy9/apum23 mutants. Another enriched GO term is embryo development ending in seed dormancy (EDESD; Fig. 7c ) or post-embryonic (Fig. 7d ), which included a substantial number of proteins belonging to the LEA protein family. Under osmotic stress, plants can produce small molecules such as LEA proteins to protect larger molecules or cellular compartmental membranes from deleterious environmental effects. In this study, 12 LEA proteins, seven of which belong to the LEA 4 group, exhibited different expression patterns between normal and salt stress conditions (Table 5) . Although the majority of these LEA proteins were upregulated in sahy9/apum23 under normal growth conditions, most of them (eight proteins) were down-regulated under salt stress conditions. These results also support the salt hypersensitivity of the sahy9/apum23 mutant seedlings under salt stress conditions.
Exogenous application of ABA largely rescues the salt hypersensitivity of sahy9/apum23 seedlings under salt stress conditions
As mentioned above, the expression of many proteins involved in both ABA and stress responses were changed in sahy9/apum23 under salt stress. To further confirm whether the salt hypersensitivity of sahy9/apum23 is associated with reductions in ABA and its signaling pathway constituents, exogenous ABA was applied to agar plates under salt stress. As shown in Fig. 8b -e, the salt hypersensitive phenotype of sahy9/apum23 was more intense than that of the wild type under salt stress conditions, even though the seedlings were smaller than the wild-type seedlings; however, exogenous application of ABA (50 nM) largely rescued the salt hypersensitivity of the sahy9/apum23 seedlings. Instead, the rate of bleached cotyledons in the sahy9/apum23 seedlings was slightly lower than that in the wild type under 150 mM NaCl + 50 nM ABA conditions (Fig. 8b, c) . The lower rate of bleached cotyledons observed in the sahy9/ apum23 mutants was likely due to the slight induction of post-germination developmental arrest (~13.4%) in these mutants under NaCl + ABA conditions (Fig. 8d) . Thus, examination of only the percentage of expanded and bleached cotyledons in the wild type and mutants (i.e., excluding the developmentally arrested seedlings from the denominator), the rates of bleached cotyledons in the wild type and mutants showed no difference (Fig. 8e) . The rate of bleached cotyledons was slightly higher in the wild-type seedlings grown in the presence of NaCl + ABA than in those grown in the presence of NaCl alone. It is likely that the exogenous application of ABA to NaCl-containing medium enhances the intensity of the stress and leads to a slight increase in the rate of bleached cotyledons in the wild-type plants. Furthermore, transcriptional analyses indicated that the expression of NCED3 was slightly higher in sahy9/ apum23 than in the wild type under NaCl + ABA conditions (Additional file 6: Figure S5 ). Although transcripts of three PP2Cs (ABI1, ABI2, and PP2CA) and four stressresponsive genes (RD29A, COR15A, RD26, and RD20) were slightly increased in the mutants under NaCl + ABA conditions compared with NaCl conditions, their expression levels were still lower than those in the wild type. Interestingly, the expression of RD29B and three LEA genes (LEA4-5, LEA7, and At3g17520) were higher in the mutants than in the wild type under salt stress, and the induced expression of these genes became more pronounced in the mutants under NaCl + ABA conditions. Furthermore, although the ABA contents in sahy9/ apum23 were lower than in the wild type under NaCl conditions, the ABA contents showed no difference between wild type and the mutants under NaCl + ABA conditions (Additional file 7: Figure S6 ). These data indicate that SAHY9/APUM23-mediated salt sensitivity is associated with the ABA signaling pathway together with its downstream responsive genes and that the small plant size of sahy9/apum23 mutants is likely due to the effects of other pathways. 
Discussion
Changes in the expression of ribosome biogenesis-related genes and ribosome abundance in sahy9/apum23 under normal and salt stress conditions SAHY9/APUM23 is a nucleolus-localized protein that functions in pre-rRNA processing and ribosome biogenesis [23] . In this study, GO enrichment analyses of the transcriptome and proteome datasets revealed that the differentially expressed genes identified in sahy9/apum23 were over-represented in one of the major GO categories: cellular component biogenesis. Within this category, the main sub-categories involved were the regulation of RNA metabolic processes (Fig. 3) and ribosome biogenesis and rRNA processing (Fig. 7) . A transcriptomic analysis has indicated that at least 43 genes relative to ribosome biogenesis are differentially expressed in the apum23 mutants grown in the soil for 3 weeks [23] . However, in the present study, at least 20 genes involved in ribosome biogenesis were differentially expressed in the sahy9/apum23 seedlings grown on agar plates supplemented with NaCl. Of these 20 genes, eight (40%, 8/20) overlapped with those previously identified ( Table 2 in this study vs. Table 1 of [23] ). Moreover, proteomic analyses revealed that at least 45 proteins involved in ribosome biogenesis were differentially expressed in sahy9/apum23 seedlings grown on normal or NaCl-treated agar plates. Of which, approximately 50% of ribosome biogenesis-related genes can be activated or suppressed under normal or salt stress conditions. Changes in these ribosome biogenesis-related genes and/ or proteins under distinct environments could alter ribosome biogenesis/assembly and lead to differences in ribosome subunit abundance (Fig. 5) . Altered ribosome profiles have also been reported regarding the mutation of DIG6 (drought-inhibited growth of lateral roots), which encodes a large 60S subunit nuclear export GTPase1 involved in ribosome biogenesis [29] . Changes in ribosome biogenesis/assembly and abundance may further affect protein translation. The majority of the RP or RBF mutants exhibit auxin-mediated developmental defects in leaf morphology, venation patterning, and root growth ( Fig. 1 and Additional file 1: Figure S1 ). These mutants are presumably due to changes in ribosome composition and further cause preferential translation or undertranslation of certain auxin-related genes, such as PINs [23, [30] [31] [32] . However, such changes in genes involved in auxin transport and perception are largely not detectable through transcriptomic and proteomic analyses (in this study; [29] ). It is likely that the expression of these auxin-related genes is too low to be detected under these experimental conditions and that only abundant transcripts or proteins can be detected. In addition to its two major roles in pre-rRNA and ribosome biogenesis/assembly, the nucleolus has been proposed to function in multiple processes, such as the cell cycle and stress responses [25, 26] . Our data provided evidence that the expression of ABA-or abiotic stress-related genes was up-regulated by salt stress (Fig. 4) . However, the induction ratios of these genes were lower in sahy9/apum23 than in the wild type, which suggests that mutation of the nucleolar protein SAHY9/APUM23 affects transcriptional and posttranscriptional regulation both sensitively and widely. The multiple functions of the nucleolus are also reflected by its high heterogeneity, including modification of rRNA, variation in the RP composition and dynamic compositional changes in response to cellular cues or environmental stimuli [26, 33, 34] . In the Arabidopsis genome, each RP and its homologs form a multimember family. Additionally, different tissues, developmental stages, and environmental stimuli may activate the expression of distinct subsets of RPs (in this study and [35] ). Thus, the data obtained from the present study may complement the previous report [23] .
Genome-wide analyses of gene expression reveal similar functional categories but low consistency of transcript and protein profiles in sahy9/apum23 mutants under salt stress conditions Transcriptomic analyses indicated that approximately 607 genes were differentially expressed under salt stress and that changes in the expression of approximately 534 proteins were detectable via iTRAQ analysis under the The fold change in sahy9/apum23 was normalized against the wild type. Cond. conditions, ns no significance same growth conditions. Although these differentially expressed genes/proteins had similar functional classifications primarily consisting of cellular and metabolic processes as well as biotic and abiotic stress responses, the changes in transcript and protein profiles showed little overlap. Only 68 genes were differentially expressed at both the transcript and protein levels in sahy9/ apum23 mutants under salt stress conditions. For instance, 20 genes and 36 proteins involved in ribosome biogenesis/assembly showed differential expression in sahy9/apum23 under salt stress, but only two genes, the 60S acidic RP (AT5G40040) and RPL19e (AT3G16780), were expressed at both the transcript and protein levels ( Table 2 vs. Table 3 ). In addition, 57 transcripts (Table 1) and 45 proteins (Table 4) were differentially expressed and involved in ABA and abiotic stress responses in sahy9/apum23 under salt stress. Among these, only six genes, ABI2, PP2CA, RD20, NCED3, RD29B, and AMY1, were detected at both the transcript and protein levels. This low consistency in the changes in RNA and protein profiles might be due to the following reasons. First, lowabundance proteins, such as membrane-associated proteins, might not be detected under the applied experimental conditions, whereas the transcript levels of the corresponding proteins could show significant changes. Second, highabundance proteins might exhibit low rates of protein degradation or important housekeeping functions, but their transcript levels may not have met the criterion of a threefold change expression applied to the transcriptomic analysis. Finally, the differential expression of gene transcripts may not have been efficiently translated to the proteins due to the regulation of posttranscriptional processing. In addition to salt stress, as observed in the present study, a low congruency of transcript and protein profiles has also been detected during ion starvation [36] and light morphogenesis [37] . Thus, posttranscriptional processing or RNA metabolism plays important roles in gene regulation that predominantly affects plant growth and stress responses. Although the APUM23 gene function has been well characterized [23] , its response to salt stress, particularly as a nucleolar protein, remains unknown. Arabidopsis nucleolin 1 (NUC1) is also an RBP predominantly localized in the nucleolus and functions in pre-rRNA processing, ribosome biogenesis, and plant normal growth [38, 39] . Mutation of NUC1 (i.e., parl1) results in plants with slowed growth and auxin-mediated developmental defects [31] . Rice NUC1 (OsNUC1) is transcriptionally regulated by salt stress, and the overexpression of OsNUC1 in Arabidopsis or rice leads to salt stress tolerance [40] . Because the expression of several ABA biosynthesis and signaling genes, including NCED3, ABI1, ABF3, RD29A, and KIN1, is down-regulated in OsNUC1 overexpressors under salt stress conditions [41] , the relationship between ABA-mediated gene expression and salt-resistant phenotypes remains to be illustrated. Salt stress increases the calcium ion (Ca 2+ ) concentration in the cytosol of plant cells, which further results in activation of calcineurin Blike proteins (CBLs) and CBL-interacting protein kinases (CIPKs). Subsequently, CBL-CIPK mediates the SOS pathway to increase the tolerance of plant cells to salt stress [42] . Although many genes that were identified as differentially expressed in sahy9/apum23 under salt stress in this study were classified as being involved in response to ABA or abiotic stress, the expression of the SOS components (SOS1, SOS2, and SOS3) in sahy9/apum23 did not differ from that of the wild type. In addition, although salt stress induces the production of the osmotic solute proline in plants, the proline contents in sahy9/apum23 also showed levels similar to those found in the wild type. Thus, the SOS pathway and proline content are not likely involved in SAHY9/APUM23-mediated salt sensitivity.
ABA is the major regulator of abiotic stress resistance and coordinates a complex regulatory network to adapt to osmotic stress [43, 44] . The core ABA signaling pathway is composed of three protein classes: PYR/PYL/ RCAR receptors, protein phosphatase 2Cs (PP2Cs), and SNF1-related protein kinase 2 s (SnRK2s). PP2Cs are transcriptionally regulated by ABA [45] . In this study, the PP2C proteins ABI1, ABI2, and PP2CA were downregulated in sahy9/apum23 under salt stress (Table 4) . Because PP2Cs function as negative regulators [46, 47] , a reduction in these PP2C proteins might presumably activate SnRK2s, further triggering downstream ABAresponsive gene expression. Instead, the expression of several ABA-responsive marker genes, such as KIN1, RD29A, RD29B and RD20, were reduced at the transcript and/or protein level in the mutant under salt stress conditions. A previous study proposed the existence of two ABA signaling pathways: the ABI1-dependent and ABI1-independent pathways [48] . Thus, our data support the notion that the SAHY9/APUM23-mediated salt response most likely occurs through an ABI1-independent pathway. Furthermore, several lines of evidence also support SAHY9/ APUM23-mediated salt sensitivity through the ABA signaling pathway, including reduced expression levels of NCED3 and a subset of LEAs, and lower ABA contents in sahy9/apum23 compared with the wild type under salt stress. Moreover, exogenous ABA application largely rescued the salt-hypersensitive phenotype together with induction of NCED3 expression and ABA contents in the sahy9/apum23 mutants under NaCl + ABA conditions. Because LEA structures are highly hydrophilic and natively unfolded, they may interact with other large The fold change in sahy9/apum23 was normalized against the wild type. ns no significance.
c LEA proteins were classified into groups based on previous description [24] molecules to stabilize them against deleterious stress conditions [12, 49] . Most LEAs, including dehydrin RAB18, can be induced by ABA and osmotic stress [50] [51] [52] . Furthermore, overexpression of LEAs in transgenic plants of rice, Arabidopsis, or mustard (Brassica juncea) confers tolerance to drought and/or salt stress [53] [54] [55] . Consistently, in this study, exogenous ABA application partially rescued the salt-hypersensitive phenotype of the sahy9/ apum23 mutants and led to notably induced expression of three LEAs (LEA4-5, LEA7, and At3g17520) in the mutants relative to the wild type under NaCl + ABA conditions. Notably, the expression of LEA4-5 in the mutants was lower than that in the wild type after short-term (oneday) salt treatment. Nevertheless, long-term (24-day) salt treatment increased LEA4-5 expression to a level higher than that in the wild type. A similar expression pattern was also observed for LEA7 and At3g17520 (Table 5 vs. Additional file 6: Figure S5 ). These data suggest that LEA proteins might play an important role in adaptation to salt stress. Moreover, with the exception of RD29B, which was highly induced, several ABA-mediated stress responsive genes, such as RD29A, RD26, RD20 and COR15A, were only induced slightly under NaCl + ABA conditions. This differentially induced expression of the canonical stress marker genes also supports the involvement of the ABAmediated ABI-independent signal pathway in the sahy9/ apum23 mutants in response to salt stress.
Conclusions
In conclusion, analyses of gene expression profiles and metabolites were performed in the present study to characterize the possible regulatory mechanisms of the nucleolar protein SAHY9/APUM23 in response to salt stress. Gene/protein expression profiles revealed changes in the differential expression of genes or proteins primarily involved in ribosome biogenesis and ABA biosynthesis and signaling as well as changes in the differential expression of both stress-responsive marker genes and a subset of LEA proteins in sahy9/apum23 in response to salt stress. The altered expression of ribosome biogenesis-related genes or proteins in sahy9/ apum23 might alter the composition and abundance of ribosomes, further affecting the translation of proteins with distinct functions and causing pleiotropic phenotypes. Among these phenotypes, the salt hypersensitivity of sahy9/apum23 is associated with the ABA-mediated signaling pathway and its downstream stress-responsive network.
Methods
Plant materials and growth conditions
A. thaliana ecotype Columbia (Col-0) plants were used in this study. Seeds were sterilized and subjected to cold pretreatment at 4°C for 3 days in the dark, after which they were sowed on agar plates or in soil on the first day of germination. The basal medium used in this study was composed of half-strength MS basal salt [56] , B5 organic compounds [57] , 0.05% MES [2-(N-morpholino)ethanesulfonic acid monohydrate], and 1% sucrose. The medium was adjusted to pH 5.7, followed by the addition of 7 g/L phytoagar (Duchefa Biochemie, Haarlem, the Netherlands) prior to autoclaving. Unless stated otherwise, the seeds were germinated at 22°C under a 16/ 8 h day/night photoperiod and a light intensity of approximately 80 μmol m − 2 s − 1 . The plant materials used in this study was approved by the Academia Sinica Biosafety Review & Biomaterials and Lab Biosafety Information System.
Genetic isolation of sahy9
For the genetic screening of salt-responsive mutants, T-DNA insertion seed pools [27] consisting of more than 10,000 lines were requested from the ABRC. Approximately 400,000 seeds were grown on basal agar medium supplemented with 150 mM NaCl, a concentration in which wild-type plants can germinate and steadily grow. Seedlings that displayed postgermination developmental arrest at day 10 and subsequent bleaching of the cotyledons after three-or four-week culture were referred to as salt hypersensitive (sahy) mutants. Approximately 10 sahy mutants were isolated through this genetic approach. Of which, sahy9 exhibited a unique phenotype consisting of slow growth, small plant size, and pointed leaves. The sahy9 mutant was further characterized for its function.
Microarray analysis
Col-0 and sahy9/apum23 seedlings were grown on basal medium for 10 days, after which they were transferred to medium supplemented with 150 mM NaCl for 1 day. After salt treatment, the seedlings were harvested for total RNA extraction using the RNeasy Plant Mini Kit (Qiagen, Germany). After RNA labeling and hybridization, the GeneChip (Agilent, Arabidopsis 4 × 4.4 K V4) was scanned in accordance with the Agilent standard protocol. The resulting CEL files were analyzed using GeneSpring GX V11.5 software (Agilent). The data were normalized using MAS V5.0 and filtered based on expression levels, employing a raw signal value of 100 as the cutoff value, at least in the wild type or the sahy9/apum23 mutant. The filtered genes were statistically analyzed using the unpaired t-test (P-value cutoff of 0.05) and multiple testing corrections in accordance with the Benjamini-Hochberg false discovery rate (FDR) [58] . A three-fold signal change in gene expression was defined as differential expression. Two biological experiments were performed in this study. The raw data are available in the Gene Expression Omnibus (GEO) database under Accession No. GSE99664.
iTRAQ analysis
Seedlings harvested after 11 days of growth on agar plates with or without 150 mM NaCl treatment for 1 day were used for total protein extraction, which was followed by iTRAQ analysis. Protein sample preparation and iTRAQ analysis were performed as previously described [36] . The final proteomic data were derived from three biological experiments, each with three technical replicates.
Quantitative RT-PCR
Total RNA was extracted from 11-day-old seedlings grown on agar plates with or without 150 mM NaCl treatment for 1 day, using the RNeasy Plant Mini Kit (Qiagen). Subsequently, 2 μg of DNase I (Qiagen)-treated total RNA was reverse-transcribed with 2 μg of an oligo dT primer using Superscript III Reverse Transcriptase (Invitrogen). qRT-PCR was performed using Power SYBR Green PCR Master Mix (Applied Biosystems) and an Applied Biosystems 7500 Real-Time PCR System. Primer Express v2.0 software (Applied Biosystems) was used to design the primers (Additional file 8: Table S2 ). The relative transcript levels of the genes were determined via the comparative threshold cycle (C T ) method using PP2A (At1g13320) as the internal control. All experiments were performed in three biological replicates, each with three technical repeats.
Ribosome profile analyses
Ribosome profile analyses were performed as previously described [37] . In general, 0.3-g samples of 11-day-old seedlings grown on agar plates with or without 150 mM NaCl treatment for 1 day were used for ribosome or polysome extraction using a buffer composed of 200 mM Tris(hydroxymethyl)aminomethane hydrochloride (Tris-HCl) (pH 8.5), 50 mM KCl, 25 mM MgCl 2 , 100 μg/mL heparin, 50 μg/mL cycloheximide, 400 U/mL RNasin (Promega, Madison, WI, USA), 2% polyoxyethylene 10-tridecyl ether, and 1% deoxycholic acid. The mixture was incubated on ice for 5 min, followed by centrifugation at 15000 g for 5 min at 4°C. Thereafter, the supernatant was collected and the pellet discarded. A total of 300 μL of the supernatant was loaded onto a 10-mL continuous sucrose gradient (15-50%) prepared with a gradient maker (ISCO, Lincoln, NE), after which the mixture was centrifuged at 35000 g for 3.5 h at 4°C. The distribution of nucleic acids was detected based on the 254-nm UV absorbance profile (Brandel BR-188, Gaithersburg, MD, USA).
